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Tuesday, February 23, 2010 569acommunication include analysis of energy landscapes and network models.
These models are not independent and molecular dynamics (MD) can provide
knowledge of both. In this study, thermally populated substates on the free en-
ergy surface of MutS proteins are defined using all-atom MD simulations and
principle component analysis (PCA). Our investigation reveals that DNA bind-
ing facilitates both, adjustment of thermal populations and major reshaping of
the surface. Analysis of the collective atomic fluctuations within the protein
framework of MutS establishes possible allosteric networks, which are highly
dependent on the substate.
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We use AMBER all atom molecular dynamics (MD) to assess the stability of
a model of the prion protein in its disease-causing conformation, PrPsc. The
model is based upon threading the ovine prion sequence onto a template
left-handed beta-helical (LHBH) structure with 18 residues per turn. Five
polymorphisms in the sheep prion protein, VRQ, ARQ, ARH, AHQ, and
ARR, have been identified at residues 136, 154, and 171 respectively, which
are roughly 18 amino acids apart which thus align approximately on the
LHBH. Threading of the sequence was thus done with an emphasis on the lo-
cations of these special sites as a means to investigate their possible role in
disease susceptibility as well as investigating the overall viability of the
LHBH as a structural candidate for PrPsc. In comparison to known left handed
beta-helical proteins, the resulting model for VRQ is shown in all atom MD to
10 ns to exhibit similar stability as indicated by a low root mean square devi-
ation, the presence of substantial side-chain to side-chain hydrogen bonding,
and volume packing fraction. Interestingly, and in corroboration with experi-
mental data that it is a disease resistant variant, the same model for ARR ex-
hibits much less stability. Each polymorphic site was also investigated individ-
ually by comparing results from models with only one site different and
showed a good correlation to experimental data regarding the relation of the
variants to disease susceptibility.
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Proteinase3 (Pr3) is a serine protease of the neutrophils involved in inflamma-
tion processes. Its membrane expression is a risk factor for chronic inflamma-
tory diseases such as vasculitis or emphysema. A recent study demonstrated
that Pr3 is co-localized with scramblase at the membrane and might thus be re-
lated to the externalization of phosphoserine-lipids in apoptotic cells.
Biophysical data shows a significant hydrophobic contribution to the binding of
Pr3 to lipid bilayers, which is not observed for its close homolog the Human
Neutrophil Elastase (HNE).
Here, we applied all-atom MD simulations to study the interactions of Pr3 and
HNE with equimolar mixtures of DMPC with DMPG, DMPA and DMPS. Pr3
and HNE were introduced into previously calibrated lipid bilayers. These all-
atom models enabled us to identify hydrophobic interactions of Pr3 with the
lipid tails, which we did not observe for HNE. Further, we identified charge
pairing of specific basic residues of Pr3 with DMPS lipids, not found for bila-
yers containing DMPG or DMPA. Although the substrate specificity of soluble
Pr3 has been extensively studied, the influence of the membrane on its enzy-
matic activity is still a matter of debate. We docked peptides onto our models
of membrane-bound Pr3 (mPr3). A thorough comparison of the peptide-protein
interactions of mPr3 and soluble Pr3 revealed the changes in Pr3 substrate spec-
ificity induced by the membrane.
In conclusion, our MD simulations revealed the atomic details of the membrane
binding of Pr3, and especially its strong affinity to phosphoserine-lipids. This
allows us to propose a hypothesis on the role of Pr3 in apoptosis of neutrophils.
In addition, this study contributes to the understanding of the enzymatic activity
and substrate specificity of mPr3.
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PA, USA.Determination of the electron density profile (EDP) and area per lipid (AL)
from MD simulations of large lipid bilayers requires the characterization and
isolation of the mesoscopic undulation dynamics. Typically, for small, flat bi-
layer patches, EDPs are calculated assuming a uniform bilayer normal across
the trajectory. When common EDP algorithms are applied to larger systems,
the undulations convolve an averaging function with the underlying "flat patch"
EDP, introducing artifacts into the profile. It is necessary to decouple these un-
dulation modes from both the protrusion and peristaltic dynamics in order to
characterize an accurate EDP. We apply a 2-dimensional low-pass spatial filter,
with frequency response optimized to a characteristic wave-number, q0 (as de-
termined by Lindahl and Edholm), to define a mid-plane reference position for
every atom.We present two approximations for the local curvature that are nec-
essary when referencing this new surface. Results of both methods are in good
agreement with the "flat patch" EDP. Common approaches for determining
a simulated AL underestimate the true AL by not accounting for the out of plane
components. As an alternative, we have developed two separate AL schemes,
both of which produce an increase in AL of 1-2 A˚
2 over the projected xy-area.
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Our goal is to study interactions between bicelles and membrane associated
proteins by computer simulations. In this preliminary study we have tested dif-
ferent representations of the bicelle lipids within the MARTINI coarse grain
(CG) model. Bicelles are lipid disk-shaped systems with properties that are be-
lieved to resemble those of a native lipid bilayer. This has made them useful for
studies of membrane associated proteins by a range of biophysical techniques,
such as circular dichroism, liquid and solid state NMR and in diffraction stud-
ies. Bicelles normally consist of two different kinds of lipids, one with short
hydrophobic tails and one with longer tails. The structure and composition of
a bicelle depends on both the temperature and the ratio between the long and
short tailed lipids, also known as the q-factor. The results from the CG molec-
ular dynamics (MD) simulations are compared to NMR data, and by that re-
vealing that this method can account for the experimental observations made
of bicelle structures. Furthermore, reversed CG united atom MD simulations
using the GROMOS96 force field indicate that the bicelles formed are stable
on the time scale simulated. The results from the CG MD of bicelles also un-
derline the importance of choosing a proper mapping of atoms to the CG beads.
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Polyethylene oxide (PEO) and polyethylene glycol (PEG) are polymers with
the subunit C-O-C. Due to their low toxicity and high solubility in water,
they have been conjugated (or PEGylated) to the drug transporters such as ves-
icles and micelles. Experimental results have shown the phase behavior of
lipid/PEG-lipid mixtures and characterized their sizes using a disk model
with apparent hydrodynamic radius. In this work, we perform coarse-grained
molecular dynamics simulations of self-assemblies of a mixture of lipids and
PEGylated lipids. Simulations with various concentrations of PEGylated lipids
lead to formation of liposomes, bicelles, and micelles, and their sizes were
characterized. Phase diagrams show dependence of PEG concentration, length,
and temperature.
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The assembly of misfolded protein aggregates into amyloid fibrils is at the heart
of the development of neurodegenerative disorders such as Alzheimer’s disease
and prion diseases [1, 2]. Despite its significance, the driving forces behind the
aggregation of peptides and protein misfolding are not well understood. To gain
molecular insight into the aggregation of amyloid peptides, we carry out com-
puter simulations using the recently developed MARTINI coarse-grained (CG)
model [3]. Compared to the more traditional atomistic simulations, CG models
offer the possibility of following protein folding events, which typically occur
on the millisecond timescale. The current MARTINI model, in particular, is
able to reproduce a wide range of lipid properties as well as lipid-protein inter-
actions for rigid proteins. Protein folding and aggregation however often in-
volves significant transitions between secondary structures and hence requires
that the proteins be flexible during the simulations. We will present recent
